Here, we report 16S rRNA amplicon sequence data from chicken cecal feces from Vietnam and Thailand. Lachnospiraceae, Ruminococcaceae, and Bacteroidaceae were dominant in cecal feces microbiota.
using the 2 ϫ 300-bp paired-end method on the MiSeq platform with a MiSeq v3 reagent kit (Illumina), and a total of 2,436,687 raw reads were generated from 28 samples. FASTQ reads were processed using the IM-TORNADO pipeline (v2.0.3.2) (6), with default parameters, except that the following parameters were used in Trimmomatic: LEADING:20, TRAILING:20, and MINLEN:180. The reads were filtered for quality using Trimmomatic and merged using scripts in the pipeline. The pipeline used mothur (7) for operational taxonomic unit (OTU) clustering at 100% sequence identity and employed a k-mer-based approach for taxonomy assignment using the Ribosomal Database Project (RDP) naive Bayesian classifier (8) with a threshold of 80% bootstrap confidence. Each OTU was assigned at the family level against the RDP database (9) at 97% sequence identity. Ethics approval for the study was granted by the Animal Research Committee of The University of Tokyo.
Taxonomic classifications at the family level showed that Lachnospiraceae (17.2 to 42.6%), Ruminococcaceae (15.8 to 44.2%), and Bacteroidaceae (3.4 to 15.7%) were dominant, and these three bacterial taxa accounted for almost 50% of the microbiota, in agreement with a previous report (10) .
Data availability. Data sets generated by 16S rRNA gene amplicon sequencing in this study have been deposited in the DNA Data Bank of Japan (DDBJ)/SRA under accession number DRA008534.
